TCC-3=) were used to amplify the intergenic region between the two GES-type genes. All transconjugants harboring the 40-kb plasmid contained the class 1 integron with the following array: aacA42, bla , and bla (tandem duplication) and aacA4=, bla OXA-2 , qacH4, and aadA1b (named In724). The nucleotide analysis showed the following characteristics. The bla GES-19 gene is not followed by any attC recombination site; instead, there is a "TAAAACAAAGTTAG" fragment (2795 to 2908) that is a duplication at the end of the attI1 (1141 to 1154) region. This In724 class 1 integron is very similar to the one located on the Pseudomonas aeruginosa chromosome (In647) previously described (12) . Interestingly, the intergenic region between the GES-type tandem duplications in both class 1 integrons is the same fragment (with the exception of a deleted A) which separates the two bla GES genes in In647; this situation supports the idea that the In724 integron derives from In647 by variations in the bla GES alleles (GES-19 and GES-20). Most likely, this duplication occurred via an insertion sequence (IS)-mediated event (8) . Therefore, the plasmid-located integron facilitates the dissemination of integrons of these classes. On the other hand, the GES-1 gene encoding the class 1 integron showed the following structure: aacA4, bla GES-1 , qacF5, aacA4-18, and ⌬aadA1, corresponding to a new class 1 structure called In725.
The GES-positive isolates were also screened for plasmid-mediated quinolone resistance (PMQR), as well as for SHV, CTX-M, and TLA-1 ESBL genes by the use of the respective primers (10). Our study showed that 6/8 GES-positive isolates contained at least one PMQR gene ( Table 1 ). The GES alleles coexist with qnrA1, qnrB2, qnrS1, and aac(6=)-Ib-cr determinants. On the other hand, the bla SHV-5 , bla , and bla CTX-M-15 genes coexist with the qnrB2, qnrS1, and aac(6=)-Ib-cr determinants.
The transconjugants encoding the SHV-and CTX-M-type ESBLs (TK01256, TK06220, TE01298, and TKx09201) showed a high drug MIC value (Ն256) with respect to ceftazidime (TK01256 and TE01298) and cefotaxime (TKx09201). In terms of imipenem, the transconjugants carrying the GES-20 allele displayed a 1-to-Ͼ3-fold MIC increase with respect to E. coli J53-2. These multiple-ESBL-containing isolates could be playing an important role in terms of cephalosporin resistance, and they might limit the therapeutic options when combined with PMQR genes.
Nucleotide sequence accession numbers. The nucleotide sequence data reported in this paper appear in the GenBank/EMBL nucleotide database under accession numbers JN596279 (In725) and JN596280 (In724). 
